Background. End-stage renal disease (ESRD) is strongly associated with arterial calcification of the tunica media, decreased vascular compliance and sudden cardiac death. Here, we analysed the distribution pattern of uraemic media calcification and concomitant inflammation in mice and men. Methods. Uraemia was induced in DBA/2 mice with highphosphate diet. Subsequently, we analysed arterial medial calcification using histology, mass spectrometry, and wire myography. Gene expression was quantified using a whole transcriptome array and quantitative PCR. In a cohort of 36 consecutive patients with CKD stage 4-5, we measured the calcium score of the coronary arteries, the ascending thoracic aorta and the infrarenal abdominal aorta using computed tomography scans. Results. Uraemic DBA/2 mice showed only minor calcifications in thoracic aortas, whereas there was overt media calcification in abdominal aortas. The transcriptional profile and immunohistochemistry revealed induction of Vcam1 expression by vascular smooth muscle cells in uraemic abdominal aortas. Macrophages infiltrated the tunica media of the abdominal
with intact renal function [1, 4] . This massive burden of cardiovascular disease in CKD and ESRD is strongly associated with extensive arterial calcifications, a reduced vascular compliance, left ventricular hypertrophy and sudden cardiac death [4] . As opposed to non-uraemic subjects where arterial calcification is a late occurrence and typically affects intimal atherosclerotic plaques, patients with CKD predominantly develop a calcification of the tunica media, which is most pronounced in the smooth muscle layers of large and medium-sized arteries [5] . Thus, uraemic media calcification and atherosclerotic intima calcification are distinct pathological entities with distinct spatiotemporal predilection sites [5] .
Media calcification does not only occur in patients suffering from CKD and secondary hyperparathyroidism, but also in diabetics. Mönckeberg's media sclerosis is the prototype of media calcification. It is a common complication of long-standing diabetes mellitus, typically spares the tunica intima and has clear predilection for peripheral arteries. Although the first description dates back more than a century, many aspects of the precise pathogenesis of media calcification still remain unclear [6] [7] [8] . Hyperglycaemia and disturbances in calcium and phosphorus metabolism are established triggers of media calcification. Indeed, patients with advanced CKD and ESRD commonly show higher levels of serum phosphate and increased total body calcium content [2, 9] .
Uraemic media calcification is not only driven by systemic factors such as hyperphosphatemia, low levels of calcification inhibitors or hyperglycaemia, but is also critically dependent on vascular smooth muscle cells (VSMC) per se. VSMC are not terminally differentiated cells, and in this manner they can eventually react to stress or injury by transdifferentiating from contractile to proliferative, osteoblastic and/or inflammatory phenotypes [10, 11] . Moreover, nascent VSMC derive from multiple, non-overlapping embryonic origins that are reflected in different anatomical locations within the adult and lead to a heterogeneous VSMC mosaic pattern. Ectodermal neuronal-crest derived VSMC populate the tunica media of the ascending thoracic aorta and the aortic arch, whereas the VSMC of the abdominal aorta are of mesenchymal origin [12, 13] .
Finally, there is compelling evidence for inflammation in atherosclerosis at both the experimental and clinical level [14] , whereas the role of inflammation in media calcification is still unclear. Recent immunohistochemical analyses found media calcification to be paralleled by significant higher in situ expression of proinflammatory markers (C-reactive protein, CD40 and CD154) in patients with CKD [5] . Therefore, we designed experiments and a clinical study to analyse distribution pattern and pathogenesis of uraemic media calcification in detail.
M AT E R I A L S A N D M E T H O D S

Study design
Female 8-week-old dilute-brown agouti 2 (DBA/2NCrl, hereafter referred to as DBA/2) mice were obtained from Charles River (Sulzfeld, Germany) and housed in a virus/ antibody-free environment. These mice have an inherent susceptibility to high-phosphate diet-triggered calcification [15, 16] . To induce media calcification, they were placed on highphosphate diet (Altromin, Germany) containing 20.2 g phosphorus, 9.4 g calcium, 0.7 g magnesium and 500 IU vitamin D3 per kg. The standard chow contained 7.0 g phosphorus, 10 .0 g calcium, 2.2 g magnesium and 1000 IU vitamin D3 per kg. Mice were then followed for 5-14 days and culled under anaesthesia. For the interventional studies, DBA/2 mice were divided into three treatment groups to receive vehicle control (dimethylsulphoxide; Sigma, St. Louis, MO), TNFα inhibitor etanercept (Pfizer, New York, NY) at a dose of 10 mg/kg body weight, or TNFα receptor antagonist R-7050 (Santa Cruz, Dallas, TX) at a dose of 6 mg/kg body weight, respectively [17] . These drugs were applied via intraperitoneal injections every alternate day. All animal experiments were approved by Austrian veterinary authorities (BMWF-66.010/0047-II/3b/ 2012) and corresponded to directive 2010/63/EU of the European Parliament.
Histopathological, chemical and functional evaluation of media calcification Aortas of DBA/2N mice were isolated and conserved for paraffin-as well as cryo-embedding. The extent of media calcification was determined histologically using Alizarin Red technique [18] . Alizarin Red staining was performed by incubating rehydrated paraffin sections in 2% Alizarin Red S solution (Sigma Aldrich, USA) followed by rinsing in acetone and acetone xylene. Expression of Vcam1, CD68 and Ly6G on vascular-smooth muscle, endothelial cells and infiltrating leucocytes, respectively, was assessed with standard immunohistochemical approaches, as previously described by our group [19] .
Aortic mineral deposition was quantified in aortic samples using inductively coupled plasma mass spectrometry, as previously published by our group [20] . Briefly, the freeze-dried aortic samples were digested with nitric acid in a microwave-heated autoclave (UltraCLAVE III, EMLS, Leutkirch, Germany). The temperature was ramped in 45 min to 250°C and kept at this temperature for 45 min. After cooling, the samples were transferred to 50 mL polypropylene tubes. The calcium, phosphorus and magnesium concentrations were determined with an inductively coupled plasma mass spectrometry (Agilent 7500ce, Agilent Technologies, Waldbronn, Germany) at a mass-to-charge ratio of 43 for calcium, and 31 for phosphorus. The accuracy of the results was validated with the reference material bovine muscle (RM8414, NIST, Gaithersburg, ML, USA).
Functional evaluation of vascular compliance was done by wire. Aortic rings ∼2 mm in length were cut from the thoracic aorta and abdominal aorta, respectively [21] . The rings were positioned in small wire myograph chambers (Danish MyoTechnology, Aarhus, Denmark), which contained physiological salt solution (PSS) (114 mM NaCl, 4.7 mM KCl, 0.8 mM KH 2-PO 4 , 1.2 mM MgCl 2 , 2.5 mM CaCl 2 , 25 mM NaHCO 3 and 11 mM D-glucose pH 7.4) aerated with 5% CO 2 /95% O 2 at 37°C. The myograph chambers were connected to force transducers for isometric tension recording (PowerLab, ADInstruments, Spechbach, Germany). The rings were heated in PSS buffer to 37°C. An initial preload of 5 mN (abdominal rings) and 10 mN (thoracic rings) was then applied, and the rings were allowed to stabilize for 30 min. PSS containing 60 mM KCl (KPSS) was used to determine maximum contractility of the tissue. When the developed tension attained its peak value, the rings were relaxed by rinsing with the PSS buffer. Both, chemical and functional data were obtained each from two independent experiments.
Biochemical and molecular genetic evaluations Biochemical analysis included serum electrolytes and serum urea (Roche, Mannheim, Germany). Total RNA was isolated from thoroughly cleaned murine aortic tissue using the RNeasy Mini Kit (Qiagen, the Netherlands) adhering to the manufacturer's instruction. Only RNA samples of RNA Integrity numbers >8.0 were used for further processing. Affymetrix GeneChip Mouse Gene Arrays 2.0ST (Affymetrix, Santa Clara, CA) were used with the Nugen Applause WT-Amp Plus ST System and the Encore Biotin Module (NuGEN Technologies, San Carlos, CA), GeneChip Eukaryotic Poly-A RNA Controls, hybridization Controls and the GeneChip Hybridization, Wash and Stain Kit (Affymetrix) according to the manufacturer's instruction. Arrays were scanned with the GeneChip Scanner GCS3000_7G. For generation of probe set expression values, CEL files containing probe level data were normalized using the robust multi-chip average algorithm implemented in the Partek Genomics Suite v6.6 Software (Partek, St Louis, MO). Subsequently, the data were log2-transformed. Differences among groups are tested with analysis of variance (ANOVA) or t-tests using the appropriate contrasts. As criterion for filtering strongly regulated genes, a minimum fold change difference of at least 1.5-fold (up-or down-regulated) and significance at the level of P ≤ 0.05 were used. Microarray data have been deposited in Gene Expression Omnibus (http:// www.ncbi.nlm.nih.gov/geo/, accession number GSE57818). In order to confirm data of arrays, we performed qPCR experiments. Briefly, 2 μg of total RNA was reverse-transcribed using Superscript III Transcription Kit (Invitrogen) and random primers (Roche). Real-time PCR was performed in duplicates on a CF96 real-time detection system (BioRad, Vienna, Austria). For quantification of Trp53inp1, Igfbp3, Casq1, Mtmr14, Col3a1, Col1a1 Tnfa, Il1a and Vcam1 the gene expression assays Mm00458142_g1, Mm01187817_m1, Mm00486725_m1, Mm01184733_m1, Mm01254476_m1, Mm00801666_g1, Mm00443258_m1, Mm01336164_m1 and Mm01320970_m1 and TaqMan gene expression master mix (Life Technologies, Vienna, Austria) were used, respectively. Hprt, which served as housekeeping gene, and Runx2 gene expression levels were assessed using SYBR green (BioRad) and the following primers:
Study population and computed tomography
We retrospectively enrolled 36 consecutive patients with CKD Stages 4-5 at the Clinical Division of Nephrology in Graz who underwent routine evaluations prior to kidney transplantation between 2010 and 2014. The study protocol was approved by the Institutional Review Board of the Medical University of Graz (26_052 ex 13/14), and complied with the Declaration of Helsinki. The computed tomography (CT) examinations of heart and pelvis were routinely performed on a Toshiba Aquilion One 320-row detector CT scanner (Toshiba Medical Systems, Minato, Japan). The calcium score for the coronary arteries, the ascending thoracic aorta and the infrarenal abdominal aorta with the common iliac arteries was calculated by multiplying the calcification areas in mm² by a density score determined from the peak CT scan number (Agatston score) [22, 23] with a dedicated software (Vitrea, Toshiba Medical Systems) on a computed workstation by two independent experienced reviewers. Scores were determined for each main epicardial coronary artery, and the total calcium score was defined as the sum of the values of all lesions identified.
Statistical analysis
For large-scale gene function analysis, the Panther classification system was used according to Mi et al. [24] . Genes differentially regulated during diet interventions between the abdominal and thoracic aorta of FC > 0.3 with a P-value of at least 0.05 were used for pathway analysis using the Bonferroni correction.
Normal distribution of the data was assessed by the Kolmogorov-Smirnov test with Lilliefors correction. Calcification data in CKD patients was tested and analysed using ANOVA with subsequent Dunn's test with adjustment for multiple comparisons. Differences between the two groups were compared by either non-parametric Mann-Whitney U-test or unpaired Student's t-test as appropriate depending on the distribution of the tested variable. Intra-and inter-observer variability was assessed using Spearman's correlation. To assess intra-observer variability, each reader evaluated all datasets twice after a minimum delay of 1 month. A value of P < 0.05 was considered significant. Statistical analysis was done with GraphPad Prism 6.0 (GraphPad, La Jolla, CA).
R E S U LT S
High-phosphate diet induces media calcification in the abdominal aorta of DBA/2 mice DBA/2 mice develop nephrocalcinosis and renal failure when put on high-phosphate diet [20] , and uraemic DBA/2 mice are prone to develop media calcification after uninephrectomy [25] . In the first step, we established whether the acute onset of renal impairment together with the high dietary phosphate uptake was sufficient to induce uraemic media calcification in DBA/2 mice even in the absence of previous uninephrectomy. In the second step we analysed its distribution pattern. DBA/2 mice fed a high-phosphate diet over 5 days developed uraemia with significantly increased serum urea levels (197 ± 24 versus 53 ± 5 mg/dL; n = 5; P = 0.001) and significantly increased serum phosphate levels (18.6 ± 1.5 versus 13.3 ± 0.4 mmol/L; n = 5; P = 0.02) when compared with controls on standard chow, respectively. DBA/2 mice fed a high-phosphate diet for 14 days showed no histopathological signs of arterial calcifications in the ascending thoracic aorta and aortic arch ( Figure 1A and C), whereas there was a clear phenotype of vascular calcification in the abdominal aorta ( Figure 1B and D) . This arterial calcification did not occur in atherosclerotic plaques of the Tunica intima, but was most pronounced in the VSMC of the Tunica media. Age-matched controls on standard chow did not develop any media calcification (data not shown).
Next, we independently confirmed this distribution pattern of media calcification by chemical analyses of mineral precipitation in the diverse aortic segments using inductively coupled plasma mass spectrometry. Both, the abdominal and the thoracic aorta displayed higher amounts of phosphorus content in animals fed with high-phosphate diet, when compared with mice on standard chow (Figure 2A and B) . Moreover, abdominal aortic tissue of DBA/2 mice on phosphorus-rich diet displayed a significantly higher calcium (29.4 ± 10.1 versus 5.1 ± 1.8 μg/mg dry weight; n = 10; P < 0.05) and phosphorus content (18.8 ± 4.1 versus 7.4 ± 0.4 μg/mg dry weight; n = 10; P < 0.05) when compared with the thoracic segments (Figure 2A and B). Of note, there was no difference in the mineral content of thoracic and abdominal aortic segments of standard-chow fed mice. Interestingly, we also found a significantly higher mineral content of magnesium within the aortic wall of DBA/2 mice treated with a high-phosphate diet (Figure 2A and B) , whereas there was no difference in the serum concentration of magnesium between DBA/2 mice on high-phosphate diet and control mice on standard chow (0.92 ± 0.07 mmol/L versus 0.91 ± 0.02 mmol/L; n = 5 per group; P = 0.86).
Media calcification impairs VSMC contractility and changes the vascular compliance. Therefore, we performed wire myography experiments in order to quantify the functional impact of media calcification on the aorta. Wire myography measurements in DBA/2 mice on standard chow showed a similar maximum contraction upon challenge with 60 mM KCl in the thoracic and abdominal aorta, respectively ( Figure 2C and D) . In sharp contrast, DBA/2 mice on high-phosphate diet had a significantly impaired maximum contraction of their abdominal aorta (P < 0.001), whereas there was no change in contractility of the thoracic aorta (Figure 2C and D) . Thus, histological, chemical and functional analyses consistently showed a pattern of uraemic media calcification in DBA/2 mice, which was prominent in the abdominal aorta and spared the ascending thoracic aorta and the aortic arch.
Media calcification is associated with induction of an inflammatory VSMC phenotype in the abdominal aorta Next, we investigated the molecular basis of this heterogeneous susceptibility for media calcification and determined the entire transcriptional profile of both the abdominal and thoracic aorta upon high-phosphate diet and standard chow, respectively. Hierarchical cluster analysis of these array data indicated that gene transcription in aortic tissue samples was primarily determined by anatomical location. Exposure to high-phosphate diet was a subordinate hierarchy element in VSMC phenotypic modulation (Figure 3 ). This observation infers that there is a clear positional identity of VSMC in the thoracic and abdominal aorta, which is a stronger determinant of gene expression than the influence of the hyperphosphatemic and uraemic milieu. After 5 days on high-phosphate diet, VSMC of the abdominal aorta showed an upregulation of, e.g. vascular cell adhesion molecule-1 Vcam1, which is a typical marker of inflammatory VSMC phenotype [26] . These array data were independently reproduced in real-time PCR experiments ( Figure 4A and B) . Moreover, immunohistochemical stainings confirmed that the increased Vcam1 expression was clearly localized in the medial arterial wall and not in the endothelium ( Figure 4E and F) . The induction of an inflammatory VSMC phenotype in the abdominal aorta was associated with a significantly higher expression of the osteoblastic marker Runx2 after 14 days on high-phosphate diet and a parallel repression of the contractile and synthetic VSMC phenotype as exemplified by downregulation of calsequestrin-1 Casq1 and collagen type IIIα1 and type Iα1 isoforms Col3a1 and Col1a1, respectively ( Figure 4B and D) . Vcam1 expression was associated with an infiltration of CD68+ macrophages that accumulated within the tunica media around vascular calcifications after 14 days of treatment with high-phosphate diet ( Figure 5A ), and was paralleled by a sparse infiltration of Ly6G+ neutrophil granulocytes in the tunica adventitia of the abdominal aorta ( Figure 5B ). No relevant CD4+ or CD8 + T cells were detectable at this time point neither in the adventitia nor in the tunica media (data not shown). To further analyse the role of vascular inflammation in media calcification, we exposed DBA/2 mice on high-phosphate diet first to the TNFα inhibitor etanercept and then to the TNFα receptor antagonist R-7050. We decided to block TNFα and its signalling since it is central in T cell and macrophage immune mediation [27] and its blockade was successful in decreasing atherosclerosis in ApoE knock-out mice [28] . However, TNFα inhibitor treatment did not influence survival of mice ( Figure 6A ) and both therapeutic interventions did not decrease the amount of abdominal aortic media calcification in our experimental setting ( Figure 6B and C) . Interestingly, both treatment options rather increased the amounts of phosphate in the abdominal aorta, which reached significance in mice treated with the TNFα receptor antagonist R-7050 ( Figure 6B and C). Of note, both treatments did not alter kidney calcification and kidney function measured by serum urea and lipocalin 2 (data not shown).
F I G U R E 2 :
Chemical and functional evaluation of aortic media calcification. Mineral content was chemically measured by inductively coupled plasma mass spectrometry in the thoracic (A) and abdominal aorta (B) after 14 days on high-phosphate diet (white bars) or standard chow (black bars) (n = 10 in each group). The functional impact of this media calcification on vascular contractility was evaluated by wire myography in thoracic (C; n = 7 in each group), and abdominal aortic segments (D, n = 15 in each group) after 9 days on high-phosphate diet (white bars) or standard chow (black bars), respectively. * indicates a P-value <0.05, ** indicates a P-value <0.01 and *** indicates a P-value <0.001.
O R I G I N A L A R T I C L E U r a e m i c m e d i a c a l c i fi c a t i o n
Distribution pattern of media calcification in patients suffering from ESRD In order to investigate these findings of a heterogeneous susceptibility for uraemic media calcification in the clinical setting, we conducted a retrospective cohort study of patients suffering from ESRD, who routinely underwent CT scans of the heart and the pelvis prior to kidney transplantation ( Figure 7A-C) . The clinical and biochemical characteristics of our study population are given in Table 1 . We calculated the calcium scores for the coronary arteries, the ascending thoracic aorta with the aortic arch and the infrarenal abdominal aorta with the common iliac arteries, which each derive from different embryonic origins: the proepicardium, the neuronal crest and the splanchnic mesoderm, respectively [12] . As shown in Figure 7D , the degree of media calcification in the infrarenal abdominal aorta, iliac and coronary arteries was significantly higher when compared with the ascending thoracic aorta. Thus, there was a similar heterogeneous pattern of uraemic media calcification in both mice and humans, where mesenchyme-derived arteries are more prone to media sclerosis and media calcification when compared with neuronal-crest derived arteries such as the ascending thoracic aorta and the aortic arch. The intra-and inter-observer agreement of calcium scores was excellent in our dataset (r > 0.997).
D I S C U S S I O N
Uraemic media calcification is strongly associated with cardiovascular mortality in CKD patients, but so far detailed information on its pathogenesis as well as therapeutic options are limited. Here, we show that uraemic media calcification differs from atherosclerosis in its spatiotemporal predilection sites and that it is paralleled by local vascular inflammation in its early phase.
In animal studies, different genetic backgrounds of inbred strains modulate the occurrence and degree of vascular calcifications [29, 30] . C57Bl/6 mice are resistant to vascular calcifications [30] , whereas Fetuin-A and Matrix Gla protein-deficient F I G U R E 3 : Hierarchical cluster analysis of Affimetrix mouse gene 2.0 ST arrays of thoracic and abdominal aorta of DBA/2 mice fed with standard chow diet or high-phosphate diet. Cluster analysis on pairwise Pearson's dissimilarity of the whole transcriptome using the Ward's method revealed two prominent clusters in the dendrogram that primarily reflected the anatomical location of the tissue sample. Exposure to high-phosphate diet (HPD) or standard chow diet (SCD) was a subordinate hierarchy element in this clustering analysis. Genomic data were deposited in the NCBI gene expression and hybridization array data repository (GEO) under the GEO accession number GSE57818.
mice develop early calcifications in the aortic arch [31, 32] . Contrary to these animal models without kidney disease, but similarly to data by El-Abbadi et al. [25] media calcification was more prominent in the abdominal aorta when compared with the thoracic aorta in our uraemic DBA/2 mice. Although exposed to the same soluble factors and morphogenetic cues upon high-phosphate diet, the VSMC of the abdominal aorta in DBA/2 mice were more prone to switch to an inflammatory/osteoblastic phenotype and to calcify when compared with the ascending thoracic aorta and the aortic arch. Our clinical study in patients with end-stage renal failure independently reproduced these preclinical data revealing significantly higher F I G U R E 4 : Media calcification is associated with an inflammatory and osteoblastic vascular smooth muscle cell phenotype in the abdominal aorta. DBA/2 mice were fed with high-phosphate diet (white bars) or standard chow (black bars) for 5 (A and B) or 14 days (C and D), respectively (n = 4 in each group). Quantitative PCR analyses of thoracic (A and C) and abdominal aorta (B and D) revealed a repression of the contractile and synthetic VSMC phenotype and a parallel induction of an inflammatory and osteoblastic VSMC phenotype that was more pronounced in the abdominal aorta. The Vcam1 expression in the abdominal aorta (B) was also seen in immunohistochemistry experiments, where there was a positive signal in the Tunica media (F), while Vcam1 expression in the thoracic aorta was restricted to the endothelium (E). The scale bar measures 50 μm (top row) and 20 μm (bottom row). U r a e m i c m e d i a c a l c i fi c a t i o n   2001 calcium scores of the infrarenal abdominal aorta, iliac and coronary arteries when compared with the ascending thoracic aorta and aortic arch. Of note, we have previously detected a similar heterogeneous distribution pattern of vascular calcification in a small cohort of patients suffering from ESRD, although this previous clinical study was not designed to specifically address this issue [23] . The primary clinical consequence of this finding is that ESRD patients with a high calcium score of the coronary arteries should be screened for extensive uraemic media calcification of the iliac arteries before planning kidney transplantation with arterial anastomoses to the iliac arteries.
O R I G I N A L A R T I C L E
Vice versa, a low degree of calcification of the ascending aorta in CT scans does not necessarily imply a low level of uraemic media calcification of the abdominal aorta and/or iliac arteries. Thus, transplantation surgeons may anticipate perioperative complications when taking into account that there is a heterogeneous pattern of uraemic media calcification in ESRD patients.
The different inherent susceptibilities to uraemic media calcification within the arterial tree seem to correlate with the distinct embryological origins of the VSMC layer within the arterial tree [12] . VSMC of mesenchyme-derived arteries such as the abdominal aorta and coronary arteries are more prone to transdifferentiate into an inflammatory/osteoblastic phenotype when compared with VSMC cells of neuronal-crest derived arteries such as the ascending thoracic aorta and the aortic arch. This peculiar facet constitutes a major difference of uraemic media calcification to the pathogenesis of atherosclerosis, where branching points of arteries with turbulent blood flow are classic predilection sites for primordial F I G U R E 7 : Uraemic media calcification in patients with chronic kidney disease. Representative CT images with a sagittal reconstruction (A) and a transverse section of the thoracic (B) and abdominal aorta (C) are shown in a patient with chronic kidney disease Stage IV (estimated glomerular filtration rate of 28 mL/min/m 2 ) due to hypertensive nephropathy. The white arrow indicates the position of the aorta. (D) In a cohort of 36 in patients with end-stage renal failure, the calcium scores of the ascending aorta (white bar), the coronary (grey bar) and infrarenal aorta with the common iliac arteries (black bar) were measured by native CT scans. The calcium score of the ascending thoracic aorta was significantly lower, when compared with the calcium scores of the abdominal aorta or coronary arteries, respectively. Data are given as means ± SEM. n.s., not significant. * indicates a P-value <0.05, *** indicates a P-value <0.001. atherosclerotic plaques [14] . Our data parallel similar findings on origin-specific differences of VSMC growth control [33, 34] , responses to vasoactive stimuli [35] , and activation of cytokine signalling pathways [36, 37] . There is accumulating evidence that VSMC derived from different lineages exhibit morphologically and functionally distinct properties and respond differently to soluble factors and morphogenetic cues in vivo [38] . The underlying molecular mechanisms for the lineagespecific properties and the diverse phenotypes exhibited by VSMC seem to have evolved as adaptive survival mechanisms, and allow VSMC to repair damage after vascular injury or to adjust responses to changing hemodynamic demands [10] . Thus, VSMC have a positional identity in diverse arterial segments with important functional implications both during the development and during vascular disease [39] .
Employing a genome-wide approach, we also found VSMC of the abdominal aorta, but not VSMC of the aortic arch to switch to an inflammatory and osteoblastic phenotype when exposed to uraemia. The phenotypic switch of VSMC was reflected by Vcam1 upregulation in the tunica media and was paralleled by a repression of the contractile and synthetic VSMC phenotype as exemplified by downregulation of myoglobin, calsequestrin-1 and collagen type III and I α1 isoforms, respectively. Immediately after vascular injury, there seems to be a downregulation of collagen type I expression, whereas at later time points in vascular repair there is an induction of collagen type I expression ultimately leading to fibrotic remodelling [40] [41] [42] . This phenotypic modulation of VSMC was accompanied by a sparse infiltration of immune cells of the innate immune system into the tunica media. Similar data were obtained by Amann K. who showed immune cells to infiltrate in the tunica media of patients with established media sclerosis [5] . We further chose to block TNFα and its signalling to evaluate the role of inflammation in media sclerosis. We chose this approach since TNFα is central in T cell and macrophage immune mediation [27] and this strategy was successful in limiting atherosclerosis in ApoE knock-out mice [28] . Contrary to data in models of atherosclerosis, the interruption of TNFα signalling did not improve uraemic media calcification in our animal model. Interruption of TNFα signalling even increased phosphate contents in the vascular wall. In line with these data, T-cell modulation in DBA/2 mice did not change cardiac calcifications even though renal calcifications were improved [20] . Our findings also nicely concur with the clinical evidence showing that anti-inflammatory strategies such as statin therapy did not improve cardiovascular mortality in ESRD patients [14, 43, 44] .
Together, these data highlight a distinct aspect of uraemic media calcification, and underline the need for further research on the molecular mechanisms underlying vascular calcification in order to relieve the cardiovascular burden of ESRD patients. 
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